. Nucleotide diversity (θπ) in NBS-encoding genes in comparison to non-NBS-encoding genes across the three sorghum groups. 
(2) (3) (9) (12) (4)
Nucleotide diversity (θπ) Figure S4 . Difference in nucleotide diversity between genes under selection in comparison to genes not under selection in the different NBS-encoding gene types. The numbers in brackets indicate the total number of genes included in the comparison for each gene type.
Genomic region under selection Candidate gene for anthracnose resistance gene (Cg1) [1] Nucleotide diversity (θπ) Figure S5 . Nucleotide diversity levels (θπ) in the genomic region surrounding a selective sweep on SBI-05, including a candidate gene for anthracnose resistance [1] . Figure S7 . Proportion of NBS-encoding genes with large effect SNPs across groups and selection types % Figure S8 . A summary of the results of a chi-square test to determine whether the number of genes flanking NBS-encoding genes (within 100kb) located in the upper and lower 5% tail of the empirical distribution of 3 different population statistics (pi: θπ, Tajima's D and FST) differ significantly from that expected by chance *** Figure S9 . Phylogenetic relationships of NBS-encoding genes from sorghum, rice and maize; a simplified neighbor-joining tree colour-coded as follows: NBS-encoding genes specific to rice in blue, specific to sorghum in green and specific to maize in red; crossspecies gene families in yellow. Table S5 . List of novel NBS-encoding genes identified previously [3] , with details of the scores and e-values to PFAM00931. 
